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CTL pl5 Epitopes

Location

Epitope Antigen Species(HLA) Reference

Comments

p15(418-433 BRU)

p15(446-460 BRU)

GNFLQSRPEPTAPPF HIV-1 infection human(A2) [Claverie (1988)]
1 of 4 epitopes predicted then shown to stimulate HLA-A2 restricted CTL line
KEGHQMKDCTERQANF HIV-1 infection human(A2) [Claverie (1988)]
1 of 4 epitopes predicted then shown to stimulate HLA-A2 restricted CTL line
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HIV CTL Epitopes

p15 (p7-p6) CTL-EPITOPES

HLA-A2

1 MARGNFRSPRKTI KCFNCGKEGH ARNCRAPRKKGCV\KCGEGI—WDCT 50
p7
HLA-A2
—>

51 ERQANI'—lLGKI V\SSQ(GRP&FPQSRL EPTAPP)ElESF RFREETTTPSQKQE 100
A e

101 PI DKELYPLTSLKSLFGNDPSSQ 123
p6
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HIV CTL Epitopes

Epitopes and protein variability:

This plot shows a score that is a measure of variability for each

position in the p15 protein alignment, and the relative positions of

regions with defined CTL epitopes as seen on the CTL epitope map. The
solid lines are positions where the most common character in a p15
protein alignment is an amino acid; the dashed lines represent regions
where the most common character is an insertion (dash) incorporated to
maintain the alignments. The alignment used corresponds to the 1995 p15
protein alignment, publically available at the Human Retroviruses and
AIDS database, totaling 82 sequences. See the "how to use the CTL
section" information for more details on the variability measure. The
higher scores indicate more variation; O is perfectly conserved. The
different protein alignments (gp120, gp41, p24, p15, p17, Nef and RT)
used to create these plots contain different sets of sequences;

therefore each plot is internally consistent, but cannot be compared to
other protein plots.

Most common amino acid in each position in the p15 protein is shown

below. The numbering corresponds to the numbering in the variability

plot for the p15 protein.

P15 CONSENSUS:
MQRGNF-KGQRKIIKCFNCGKEGHLARNCRAPRKKGCWKCGKEGHQMKDC 50
T--E-RQANFLGKIWPSHKG-RPGNFLQSRP-------------- EPTAP 100

PAESF-GFGEEIT-PS----QKQEPKD----KELY-PLASLKSLFGNDPS 150

SQ
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Variation score

HIV CTL Epitopes

Variation in positions in the p15 protein

CTL epitopes: 1 2
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HIV CTL Epitopes

CONSENSUS-B

Epitopel

pl5 CTL epitope 1
HLA-A2
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HIVTB132
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KEGHQMKDCT.E.RQANF
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pl5 CTL epitope 2
HLA-A2
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HIV CTL Epitopes
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